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146: 65 
receptor sialoglycoprotein identifica= 
tion Escherichia 147: 47 
surface globoside 145: 77 
Erythroid 
nonerythroid spectrin structure hom= 
ol 144: 529 
Erythroleukemia 
cell globin mRNA transport 148: 49 
Friend elongation factor mRNA 
translation 145: 143 
Erythropoiesis 
histone H1s formation Xenopus 
144: 191 
Erythrose 
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148: 293 


rat serine pyruvate aminotransferase 
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142: 355 

Ferredoxin 

II iron cluster interconversion Desul= 
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144: 65 


Globin 
formation MRNA rRNA 22S complex 
143: 27 


gene human thalassemia 142: 473 
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sarcolemma sodium channel toxin 
binding 141: 651 
sarcoplasmic reticulum ATPase crys> 
tal 141: 43 
Heat 
shock Tetrahymena protein formation 
149: 571 
HeLa 
cell glyceraldehyde phosphate dehyd= 
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protein phosphorylation 145: 617 
Sulfur 
iron center reductase Methylococcus 
147: 291 


iron cluster Desulfovibrio hydrogenase 
145: 645 
iron cluster ferredoxin formation 
rhodanese 142: 361 
iron cluster formation ferredoxin 
Clostridium 148: 67 
iron cluster hydrogenase Nocardia 
142: 7 
iron subunit reductase Neurospora 
149: 95 
Sunlight 
fibroblast thymine dimer 142: 313 
Superoxide 
dismutase iron tomato leaf 146: 459 
dismutase manganese gene yeast 
mitochondria 147: 153 
dismutase sequence liver swordfish 
145: 477 
formation neutrophil maleimide deriv 


Suppressor 
UGA tRNA mechanism Escherichia 
148: 271 
Surface 
mediated activation blood factor XII 
146: 43 


SV40 
mouse globulin minichromosome 
DNase sensitivity 144: 545 
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Sweet 


tasting protein disulfide bond 
144: 41 


Swordfish 


liver superoxide dismutase sequence 
145: 477 


Sydney 


7 fibrinogen fibrinopeptide thrombin 
147: 593 


Symbol 


base nucleic acid nomenclature 
150: 1 


Symport 
Chlorella glucose proton 146: 649 


sugar proton Chlorella 146: 649 


Synaptic 


membrane apamin receptor potassium 
channel 142: 1 

vesicle plain brain protein crosslink= 
ing 145: 511 

vesicle proton pump ATPase 
144: 441 


Synaptosome 


brain binding Clostridium toxin 
: 487 


membrane pyroglutamate aminopep= 
tidase brain 144: 271 150: 47 


Synechococcus 


ATPase proteoliposome proton 
144: 555 


fructose diphosphate dimer tetramer 
interconversion 147: 207 


Synthase 


aminolevulinate cDNA sequence 
chicken 150: 481 

aminolevulinate gene chicken cloning 
144: 95 

aminolevulinate Saccharomyces 
142: 551 

aminolevulinate structure subunit 
144: 577 


carbamoyl phosphate citrulline for= 
mation 142: 247 

carbamoylphosphate regulation UTP 
= pyrophosphate 


carbamoylphosphate formation mRNA 
initiation codon 150: 111 

citrate hysteresis citryl CoA 150: 79 

citrate limited proteolysis hysteresis 
143: 205 

enolpyruvylshikimate phosphate 
Klebsiella 143: 341 

enolpyruvylshikimate phosphate 
Klebsiella inhibition glyphosate 
143: 351 

glycogen ‘dina hormone 
142: 511 


indoleglycerolphosphate anthranilate 
Saccharomyces 146: 95 

phosphatase glycogen liver adrenalec= 
tomy 144: 57 

prostaglandin endoperoxide oligosac= 
charide structure 147: 569 

prostaglandin H intermediate seminal 
vesicle 144: 381 

tryptophan conformation stability 
protease susceptibility 150: 17 


Synthetase 


aminoacyl tRNA binding domain 
yeast 149: 353 

aminoacyl tRNA complex CHO 
147: 281 

carbamoylphosphate formation hor= 
mone 150: 249 

carbamoylphosphate gene yeast 
146: 371 


glutamylcysteine erythrocyte GSH 
conjugate 145: 131 

long chain acyl CoA kinetics 145: 21 

seryl tRNA liver 143: 9 

tryptophanyl tRNA tryptophanamide 
formation Escherichia 146: 201 


Syringoderma 


pheromone receptor structure 
144: 169 


Talosaminuronate 
glycan structure conformation pseu= 
domurein 144: 279 
Teichoate 
—T peptidoglycan Bacillus 
oadiatane eer Bacillus cell 
wall 147: 41 
ribitol linkage peptidoglycan Lactoba> 
cillus 148: 29 
ribitol linkage peptidoglycan Listeria 
146: 517 


Teichuronic 
acid Bacillus mol structure 141: 83 
Temp 
oligodeoxyribonucleotide platinum 
complex conformation 141: 465 
thermolysin kinetics 142: 565 
thermolysin kinetics correction 
144: 655 
Tendamistat 
Streptomyces amylase inhibitor 
141: 505 


Terbium 
calcium erythrocyte potassium chan= 
nel 146: 65 
Terminal 
deoxyribonucleotidyltransferase nu= 
cleotide prepn 143: 613 
Testosterone 
adrenal Leydig hybridoma 145: 329 
Tetanus 
toxin hydrophobicity pH 144: 339 
Tetrahydrobiopterin 
formation NADPH sepiapterin reduc> 
tase 148: 413 
Tetrahydromethylpyrimidinecarboxylate 
Ectothiorhodospira 149: 135 
Tetrahymena 
desaturase epinephrine dexametha= 
sone 142: 355 
protein formation heat shock 
149: 571 
Tetranucleoside 
triphosphate conformation NMR 
141: 165 


Thalassemia 
human globin gene 142: 473 
Thaumatin 
I disulfide bond 144: 41 
Thermodn 
ATPase activation mitochondria 
144: 151 
Thermolysin 
kinetics pressure temp 142: 565 
kinetics pressure temp correction 
144: 655 
Thermostability 
immobilization enzyme polyelectrolyte 
146: 625 


Thermus 
DNA polymerase multiple form 
149: 41 
lactate dehydrogenase arginine modi= 
fication 145: 283 
5S rRNA conformation 147: 503 
Thesaurisome 
aminoacyl tRNA oocyte amphibian 
149: 549 


Thioesterase 
acyl CoA microsome pea leaf 142: 43 
Thiolase 
formation liver 144: 453 
ketoacyl CoA formation transport 
mitochondria 149: 181 
Thionophosphate 
adenosine protein kinase activation 
antagonism 150: 85 
Thioredoxin 
Anabaena 141: 497 
Thiosulfate 
binding site rhodanese liver 142: 399 
Thrombin 
calcium platelet secretion 143: 437 
fibrinopeptide fibrinogen Sydney I 





147: 593 
inhibition adenylate cyclase protein 
Ni 145: 333 
reactive protein blood 149: 473 
Thrombospondin 
fibrinogen fibronectin interaction 
eS 


Thylakoid 
chlorophyll protein complex corn 
146: 589 
vesicle photophosphorylation proton= 
motive force 149: 511 
Thymine 
dimer detn RIA antibody 142: 313 
Thymus 
DNA eg I multiple form 
144: 1 


gland + aces 
polymerase 142: 5' 
glutaredoxin nde onahng 144: 417 
Thyroglobulin 
carbohydrate thyroid malignancy 
143: 133 


cDNA rat 148: 7 
cDNA sequence cattle 147: 59 
gene expression neoplastic transfor 
mation 149: 467 
gene human 141: 271 
mRNA sequence human 147: 53 
Thyroid 
GTP mannose phosphate guanylyl= 
transferase 148: 83 
hormone mitochondria phosphoryla> 
tion 141: 435 
hormone phosphoenolpyruvate car= 
boxykinase liver 143: 607 
hormone phosphorylation polemic 
146: 233 146: 234 
malignancy thyroglobulin carbohyd= 
rate 143: 133 
protein formation TSH 147: 263 
Thyroxine 
deiodination retina development 
142: 15 
Tissue 
distribution opioid peptide mRNA 
142: 441 
plasminogen activator fibrinolysis 
mediation 149: 193 
Tomato 
leaf iron superoxide dismutase 
46: 459 


polygalacturonase converting protein 
144: 217 


Topoisomerase 
DNA I multiple form thymus 
144: 127 


DNA II carcinoma 146: 483 
Topol 
cysteine conjugate acetyltransferase 
endoplasmic reticulum 142: 281 
Torpedo 
acetylcholinesterase precursor forma> 
tion 145: 519 
creatine kinase isoenzyme 150: 201 
elec organ acetylcholinesterase 
148: 197 


Toxin 
binding sodium channel heart sarco> 
lemma 141: 651 
cholera adenylate cyclase intestine 
46: 533 


cholera guanidine substrate 143: 213 
cholera sequence mass spectra 
146: 503 
Clostridium mol property 142: 487 
killer Kluyveromyces characterization 
141: 241 
tetanus hydrophobicity pH 144: 339 
Transaminase 
GABA Streptomyces 146: 101 
Transcarbamoylase 
ornithine inactivation lysosome liver 
149: 175 
ornithine inactivation lysosome liver 
correction 150: 581 
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Transcarbamylase 
ornithine cDNA rat cloning 143: 183 
Transcription 
active chromatin isolation Physarum 
147: 57 


chromatin RNA polymerase DNA 
unwinding 143: 39 
DNA RNA polymerase Methanococ= 
cus 149; 345 
gene barley phytochrome 147: 137 
initiation promoter Escherichia 
148: 293 
Physarum histone acetylation 
142: 329 
serine tRNA gene Drosophila 
148: 305 
termination factor rho Erwinia 
146: 383 
Transferase 
glyceryl prolipoprotein signal peptide 
Escherichia 141: 331 
Transferrin 
homol lactotransferrin sequence 
145: 659 


receptor glycosylation site 149: 543 
receptor purifn sequence HPLC 
148: 485 
Transformation 
lymphocyte phosphorylation nuclear 
protein 148: 437 
—en protein 


neoplastic thyroglobulin gene expres 
sion 149: 467 
Transglycosylase 
murein Escherichia 148: 493 
Transhydrogenase 
mitochondria thyroid hormone 
141: 435 
nicotinamide nucleotide Escherichia 
149: 517 
pyridine nucleotide CoA deriv mito= 
chondria 145: 413 
Transition 
metal carboxypeptidase triazine dye 
144: 135 


Translation 
discrimination mRNA alfalfa mosaic 
virus 147: 541 
mRNA cap accessibility virus 
147: 549 
mRNA elongation factor Friend er= 
ythroleukemia 145: 143 
Translocator 
adenine nucleotide liver mitochondria 
142: 417 
oxoglutarate heart mitochondria 
genetics 142: 203 
oxoglutarate heart mitochondria 
genetics correction 144: 655 
Transport 
acid phosphatase Saccharomyces 
147: 273 


adenosine salivary gland Chironomus 
147: 631 

amine chromaffin kinetics 147: 447 

amino acid Methanococcus 149: 437 

arginine ornithine protein Escherichia 
145: 403 

calcium ATP — hepatocyte 
membrane 147: 

calcium brain nian microsome 
145: 11 

calcium calmodulin liver microsome 
141: 15 

calcium compartmentation hepatocyte 
144: 19 


calcium sperm membrane Strongylo= 
centrotus 144: 515 

cation erythrocyte pH 143: 369 

— protein Escherichia soln 
145: 397 


globin mRNA nucleus assay 148: 49 
glycoprotein zymogen granule pan= 
creas 144: 177 
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GSSG liver bile canaliculus 141: 211 
ketoacyl CoA thiolase mitochondria 
: 181 


lectin precursor Ricinus glycosylation 
146: 411 

phosphate binding protein Escheric= 
hia 143: 499 

phosphate Pseudomonas binding 
protein 144: 607 

phosphorylation coupling fructose 
phosphotransferase Rhodopseudo= 
monas 147: 69 

protease 1 conformation 146: 35 

proton ATPase proteoliposome 
144: 555 

proton ATPase synaptic vesicle 
144: 441 


ribosomal protein nucleus liver 
145: 83 
Tremella 
tremerogen A10 formation 147: 489 
Tremerogen 
A10 formation Tremella 147: 489 
Triazine 
dye carboxypeptidase inactivation 
zinc 144: 135 
Trichoderma 
cellulase 146: 301 
exocellobiohydrolase specificity ther= 
modn 148: 329 
Triiodothyronine 
phosphoenolpyruvate carboxykinase 
liver 143: 607 145: 489 
Trimethylalanine 
myosin amino terminus vertebrate 
148: 75 
Tripeptide 
aminopeptidase intestine mucosa 
146: 429 
aminopeptidase intestine mucosa 
correction 147: 641 
Trisaccharide 
structure Citrobacter polysaccharide 
antigen 146: 641 
Triterpenoid 
bacteria 150: 23 
<—ee Methylobacterium 
Nostoc 150: 29 
tRNA 
aminoacyl synthetase complex CHO 
147: 281 
aminoacyl turnover oocyte Xenopus 
149: 549 
aminoacylation uterus estrogen 
146: 245 


aspartate specific ribonucleotide 
complex conformation 145: 359 
cleavage methylguanine methylated 
146: 679 


Escherichia growth near UV 
146: 605 
phenylalanine nuclear Overhauser 
enhancement 149: 649 
serine crystal structure polemic 
141: 237 141: 238 
serine crystal structure polemic cor= 
rection 143: 685 
serine gene transcription Drosophila 
148: 305 
site elongation factor histidine 
144: 29 
UGA suppressor mechanism Escheric= 
hia 148: 271 
valine gene pseudogene Dictyostelium 
146: 449 
Tropomyosin 
plasmacytoma ATPase ouabain sensi= 
tivity 148: 13 
Troponin 
T chicken fast muscle identification 
150: 517 
T mRNA muscle chicken 143: 47 
Trypanosoma 
glycosome enzyme purifn 144: 475 
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Trypsin 
inhibitor basic pancreas conformation 
NMR 145: 423 
inhibitor basic pancreas dynamics 
NMR 145: 431 
inhibitor trypsinogen dipeptide crys= 
tal structure 144: 185 
myosin subfragment 1 susceptibility 
145: 221 
Trypsinogen 
dipeptide trypsin inhibitor crystal 
structure 144: 185 
Tryptophan 
hydroxylase brain 149: 239 
suppressor tRNA mechanism Escher= 
ichia 148: 271 
synthase conformation stability pro= 
tease susceptibility 150: 17 
Tryptophanamide 
formation tryptophanyl tRNA 
synthetase Escherichia 146: 201 
Tryptophanase 
cysteine function Escherichia 
149: 129 
Tryptophanyl 
tRNA synthetase tryptophanamide 
” formation Escherichia 146: 201 


protein formation thyroid 147: 263 
Tubulin 
binding colcemid colchicine anion 
142: 577 


interaction MAP2 protein phosphory= 
lation 141: 609 
MAP? protein stoichiometry phos= 
phorylation cysteine 141: 599 
Tumor 
assocd antigen carbohydrate structure 
144: 467 
Turkey 
ovomucoid domain structure 
147: 387 
Tyrosine 
essential ATPase modification mito= 
chondria 142: 387 
glucose dehydrogenase modification 
Bacillus 142: 533 
glycine protein keratin sheep 146: 89 
iodination mechanism 147: 469 
modification ATPase subunit mito= 
chondria 148: 551 
Tyrosyl 
protein kinase specificity polymer 
148: 177 
T3 
m phage DNA methylation 150: 323 
4 


phage gene uvsX uvsY protein 
148: 127 


T7 
phage DNA methylation 150: 323 
Ubiquinol 
cytochrome reductase sequence Neu= 
rospora 149: 95 
Ubiquinone 
formation mitochondria plant 
141: 537 
Ultracentrifugation 
peroxisome sepn liver 149: 257 
Unfolding 
mechanism chromatin urea 147: 65 
Unstirred 
layer proton erythrocyte transport 
143: 369 


Urea 
chromatin unfolding mechanism 
147: 65 
formation hepatocyte regulation 
148: 189 


Urease 
immobilization polyelectrolyte ther= 
mostability 146: 625 
Uridine 
metab liver cell 149: 169 
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Urine 
alphal microglobulin 146: 353 
guanidinoethanol human 147: 465 
Urokinase 
plasminogen activation fibrinogen 
fragment 144: 541 
plasminogen activator cDNA sequence 
mouse 148: 225 
Uterglobin 
formation lung steroid 144: 523 
Uteroglobin 
mRNA RU 486 148: 213 
Uterus 
tRNA aminoacylation estrogen 
146: 245 
UTP 
liver cytidine clearance plasma 
141: 339 


regulation carbamoyl phosphate syn= 
thase 147: 587 
UV 


— er growth delay 
137 


ee. “Escherichia growth tRNA 
146: 605 

protein crosslinking RNA ribosome 
149: 525 


Vacuole 
ATPase Kalanchoe 141: 415 
ATPase Kalanchoe correction 
142: 603 
Valine 
tRNA gene pseudogene Dictyostelium 
146: 449 
Van 


der Waals NMR peptide crystal 
143: 363 
Vanadate 
ATPase sarcoplasmic reticulum lipid 
146: 255 
binding ATPase sarcoplasmic reticu= 
lum 148: 119 
Vasopressin 
glycogen synthase phosphorylation 
142: 511 


kidney adenylate cyclase adenosine 
143: 243 


Verapamil 
binding skeletal muscle receptor 
144: 211 
calcium channel receptor muscle 
141: 177 
Vertebrate 
striated muscle myosin trimethylala= 
nine 148: 75 
Vesicle 
phospholipid labeling 142: 91 
Vibrio 
outer membrane protein 148: 385 
Vibronic 
exciton interaction adenine nucleotide 
spectra 143: 1 
Vicia 
lectin binding erythrocyte pH 


proteinase inhibitor sequence 
143: 677 
Vigna 
alpha galactosidase correction 
: 607 


Villus 
crypt aminopeptidase formation 
intestine 145: 653 
Virus 
alfalfa mosaic mRNA translation 
discrimination 147: 541 
alfalfa mosaic RNA cap translation 
147: 549 
cowpox DNase DNA polymerase 
143: 589 
cucumber mosaic RNA 1 sequence 
150: 331 


cucumber mosaic RNA 2 sequence 
143: 277 
encephalomyocarditis replication 


complex nucleoside diphosphate 

144: 249 

fowl plague hemagglutinin oligosac= 
charide structure 146: 523 

Friend leukemia glycoprotein oligo= 
saccharide 143: 531 

herpes cell oligoadenylate activation 
143: 165 


osteopetrosis collagen formation 
fibroblast 148: 169 
Sendai envelope reconstitution fusion 
149: 591 
SV40 mouse globulin minichromo= 
some DNase 144: 545 
Vitellin 
Perinereis oocyte 142: 527 
Warfarin 
metab cytochrome P450 multiple 
form 141: 141 
metab Baro P450 reductase 
149: 479 
Wheat 
bisethylhexyl phthalate esterase 
143: 57 


early protein gene cloning 145: 351 
germ reticulocyte mRNA translation 
discrimination 147: 541 
germ RNA polymerase protein initia= 
tion 149: 337 
histone HOAL uence 150: 499 
nitrite reductase io tannin light 
145: 291 
Whelk 
muscle pyruvate kinase anoxia 
143: 257 
pyruvate kinase phosphorylation 
anoxia 143: 267 
Worm 
serine proteinase inhibitor 145: 417 


ray scattering IgG subclass 147: 17 
ray scattering macroglobulin 
: 541 


Xanthine 
oxidase phosphorus NMR _ 145: 237 
Xenopus 
aminoacyl tRNA turnover oocyte 
149: 549 


histone H1s formation erythropoiesis 
144: 191 

mRNA binding phospoprotein oocyte 
150: 95 


peptide skin secretion 149: 531 

RNA binding protein oogenesis 
144: 503 

5S rRNA processing Saccharomyces 
141: 115 

Xiphias 
liver superoxide dismutase sequence 
45: 477 


Yeast 
adenylate cyclase protein kinase 
145: 543 


aminoacyl tRNA synthetase binding 
domain 149: 353 
aminopeptidase I metal binding 
146: 633 


Bakers flavocytochrome b2 dehydro= 
halogenation correction 145: 683 

catabolite repression enzyme cAMP 
141: 195 


dehydrogenase kinase complex subun= 
it cooperativity 149: 67 

flavocytochrome b2 dehydrohalogena= 
tion mechanism 144: 345 

flavocytochrome b2 inactivation hy= 
droxybutynoate 148: 145 

gene CPAI sequence 146: 371 

hexokinase isoenzyme PIIM 
146: 657 

mitochondria cytochrome b intron 
RNA 144: 261 

mitochondria manganese superoxide 
dismutase gene 147: 153 

ribosomal protein rRNA binding 
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144: 393 
RNA polymerase III interaction anion 
141: 345 
tRNA nuclear Overhauser enhance> 
ment 149: 649 
Yersinia 
enterocolitica O antigen structure 
150: 527 
Zinc 
binding site macroglobulin 143: 541 
carboxypeptidase triazine dye inacti= 
vation 144: 135 
insulin conformation 142: 7 
metalloenzyme polyadenosine diphos= 
phoribose polymerase 142: 503 
Zymogen 
granule glycoprotein transport pan= 
creas 144: 177 
Zymomonas 
polysaccharide structure 145: 173 
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